Supplementary Figure 3. Phylogenetic positions of cloned sequences recovered from Hillgate (HG), California. A, primer pairs THAUM-494-ARC917R; B, primer pairs THAUM-494-1017R. The phylogenetic distances of each sequence were calculated using the Jukes-Cantor model, and the tree was constructed using the neighbor-joining algorithm. The numbers at the nodes indicates the bootstrap score (as a percentage) and are shown for the frequencies at or above the threshold of 50%. The scale bar represents the expected number of substitutions per nucleotide position.

